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A. SMRT Cell 1 (M. murinus 1)
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B. SMRT Cell 2 (M. murinus 2)
Sequence Lengths for 32,603 Raw CCS Sequences
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Supplementary Figure 1. Read lengths of raw PacBio CCS sequences for two SMRT

cells. Pooled amplicons for VIR subfamilies / and ZX were sequenced from two
individuals of Microcebus murinus (SMRT cells 1 [A] and 2 [B]; see Methods and
Results).
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Supplementary Figure 2. Results of de novo chimera detection analysis of CCS
sequence data. Number of CCS clusters and putative chimeras for VIR/ (A) and VIRIX
(B) subfamily sequences from M. murinus 1 and 2, respectively.
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Supplementary Figure 3. Neighbor-joining phylogeny of functional V1R sequences
mined from the draft M. murinus genome. Highlighted clades were selected for CCS
sequencing. Subfamily nomenclature follows Hohenbrink et al. (2012; I-IX).



Supplementary Tables

Supplementary Table 1. Primer sequences used to amplify Microcebus murinus V1RI and V1RI/X subfamiles.

Primer V1R Subfamily Orientation Primer Sequence Source

VIRG1F V1RI/ Forward CTC AAC CAG CTG GTC TTA GCY AAC Yoder et al. 2014
VIRG1R V1RI/ Reverse GAC AAT GAA CAC AAA GGG GCT GAA Yoder et al. 2014
MMV1RIXF V1RIX Forward CAY AGC CAAYAY CTT This paper
MMV1RIXR  V1RIX Reverse ATT ATC ACH AAAGGACTY A This paper

Supplementary Table 2. Results of Chi-squared tests of genetic differentiation.

M. murinus 1 X P d.f.
V1R/ CCS vs. genome 36 0.879 47
V1RIX CCS vs. genome 32.86 0.663 37
M. murinus 2

V1R/ CCS vs. Sanger 59.44 0.638 64
Final repertoire comparisons

V1RI M. murinus 1 vs. M. murinus 2 88 0.450 87
VARIX M. murinus 1 vs. M. murinus 2 58.99 0.470 59

Supplementary Table 3. Intra- and inter- V1R subfamily genetic distances (percentages) for M.

murinus.

Intra-individual Nucleotide Amino Acid
M. murinus 1 (V1R/) 9.6 14.4

M. murinus 2 (V1R/) 9.8 14.8

M. murinus 1 (V1RIX) 6.3 11.2

M. murinus 2 (V1RIX) 6.4 10.8
Inter-individual

M. murinus 1 vs. 2 (V1RI) 9.6 14.4

M. murinus 1 vs. 2 (VIRIX) 6.4 10.8
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